We report here the whole-genome sequence of Escherichia coli NUBRI-E, a representative of E. coli clone O25:H4 sequence type 131 with bla CTX-M-15 , which was obtained from a Sudanese patient with a urinary tract infection. E scherichia coli is the most common uropathogen associated with urinary tract infections globally, including Sudan (1-3). Uropathogenic E. coli (UPEC) strains harbor virulence factors, which are usually encoded on pathogenicity islands, providing a mechanism for coordinated horizontal transfer of virulence genes (4, 5). Furthermore, the presence of multidrug-resistant UPEC strains harboring several virulence factors is a major risk factor for inpatients (6). Here, we report the draft genome sequence of E. coli clone O25:H4 sequence type 131 (ST131) (NUBRI-E), which was isolated in Sudan.
tiple antimicrobial resistance genes, including aminoglycoside resistance genes [aadA5 and ant(3)-Ia; a ␤-lactamase gene, bla CTX-M-15 ; a macrolide resistance gene, mph(A); a multidrug resistance gene, mdf(A); a tetracycline resistance gene, tetA; a trimethoprim resistance gene, dfrA17; and a sulfonamide resistance gene, sul1], were detected in the NUBRI-E genome. To our knowledge, this is the first reported whole-genome sequence of an extended-spectrum-␤-lactamase-producing E. coli strain isolated in Sudan.
Data availability. This whole-genome sequence project has been deposited at DDBJ/ENA/GenBank under accession number SOYU00000000. The version described in this paper is the first version, SOYU01000000. The sequencing reads have been deposited under SRA accession number SRP218296.
